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H1CDR <26)GFNIKDSYMH(35) 

H2CDR • < 50 ) WIDPENGDTEYAPKFQ ( 65 ) 

H3CDR <99>GTPTGPYYFDY(109) 

L1CDR . (159)SASSSVSYMH(168) 

L2CDR (184>STSNLAS{190) 

L3CDR (223)QQRSSYPLT(231) 

Fig-. 1. Amino acid sequences of CAB1 CDRs 
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1 QVKLQQSGAE 

51 IDPENGDTEY 

101 PTGPYYFDYW 

151 GEKVTITCSA 

201 SGTSYSLTIS 

251 QLAEWANTI 

301 QTLFELGSIS 

351 LDLATYTAGG 

4 01 LFGALAVKPS. 

4 51 KAVRVSPGML 

501 SRYWRIGSMY 

5.51 PVKASWVHKT 

601 LEALQ 



LVRSGTSVKL 
APKFQGKATF 
GQGTTVTVSS 
SSSVSYMHWF 
RMEAEDAATY 
TPIiMKAQSVP 
KTFTGVLGGD 
LPLQVPDEVT 
GMPYEQAMTT 
DAQAYGVKTN 
QGLGWEMLNW 
GSTGGFGSYV 



SCTASGFNIK 
TTDTSSNTAY 
GGGGSGGGGS 
QQKPGTSPKL 
YCQQRSSYPL 
GMAVAV I YQG 
AIARGEISLD 
DNASLLRFYQ 
RVLKPLKLDH 
VQDMANWVMA 
PVEANTWET 
AFIPEKQIGI 



DSYMHWLRQG 
LQLSSLTSED 
GGGGSENVLT 
WIYSTSNLAS' 
TFGAGTKLEL 
KPHYYTFGKA 
DAVTRYWPQL 
NWQPQWKPGT 
TWINVPKAEE 
NMAPENVADA 
SFGNVALAPL 
VMIANTSYPN 



PEQGLEWIGW 
TAVYYCNEGT 
QSPAIMSASP 
GVPARFSGSG 
KRAATPVSEK 
DIAANKPVTP 
TGKQWQGIRM 
TRLYANASIG 
AHYAWGYRDG 
SLKQGIALAQ 
PVAEVNPPAP 
PARVEAAYHI 



Fig. 2A Amino acid sequence of CAB1 protein 
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1 TPVSEKQLAE WANTITPLM KAQSVPGMAV AVIYQGKPHY YTFGKADIAA 

51 NKPVTPQTLF ELGSISKTFT GVLGGDAIAR GEISLDDAVT RYWPQLTGKQ 

101 WQGIRMLDLA TYTAGGLPLQ VPDEVTDNAS. LLRFYQNWQP QWKPGTTRLY 

.151 ANASIGLFGA LAVKPSGMPY EQAMTTRVLK PLKLDHTWIN VPKAEEAHYA 

201 WGYRDGKAVR VSPGMLDAQA YGVKTNVQDM ANWVMANMAP ENVADASLKQ 

2 51 GIALAQSRYW RIGSMYQGLG WEMLNWPVEA NTWETSFGN VALAPLPVAE 

301 VNPPAPPVKA SWVHKTGSTG GFGSYVAFIP EKQIGIVMLA NTSYPNPARV 

351 EAAYHILEAL Q 

Pig. 2B Amino acid sequence of BLA protein 



SEQ ID NO: 3 
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H1CDR (26)GFNIKDSYMH(35) 

H2CDR (50 ) WIDPENGDTEYAPKFQ (65) 

H.3CDR (99)GLPTGPYYFDY(109) 

L1CDR (159)SASSSVSYMH(168) 

L2CDR (184)DTSNLAS(190) 

L3CDR (223)QQRDSYPLT(231) 
Fig. 3A Amino acid sequences of CAB1.6 CDRs 



WO 2005/058236 



5/79 



H1CDR (26)GFNIKDSYMH(35) 

H2CDR (50) WIDPENGDTEYAPKFQ (65) 

H3CDR (99)GLPLGAIYNDY(109) 

L1CDR (159)SASSAVYAMH(168) 

L2CDR (184) DTSNLAS (190) 

L3CDR (223)QQRDSYPLT(231) 

Fig. 3B Amino acid sequences of CAB1.7 CDRs 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL VIYDTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMKAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

4 01 LFGALAVKPS . GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 

4 51 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP 

551 PVKASWVHKT GSTGGFGSYV AFIPEKQIGI VMLANTSYPN PARVEAAYHI 

601 LEALQ 

Fig 1 . 4A Amino acid sequence of CAB1.6 protein 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL VIYDTSNLAS GVPARFSGSG 
201 . SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMAAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

401 LFGALAVKPS GMPYEQAMTT RVLKPLKLDH . TWINVPKAEE AHYAWGYRDG 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ . 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP 

551 PVKASWVHKT GSTGGFGAYV AFIPEKQIGI VMLANTSYPN PARVEAAYHI ' 

601 LEALQ 

Fig . 4B Amino acid sequence of CAB1 . 6i protein 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 

101 PLGAIYNDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSAVYAMHWF QQKPGTSPKL VIYDTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWAtiTI TPLMKAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

.301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

4 01 LFGALAVKPS . GMPYEQAMTT RVLKPLKLDH . TWINVPKAEE AHYAWGYRDG 

4 51 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWR-IGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP . 

551 PVKASWVHKT GSTGGFGSYV AFIPEKQIGI VMLANTSYPN PARVEAAYHI 

601 LEALQ 

Fig. SA Amino acid sequence of CAB1 , 7 protein 

SEQ ID NO: 9 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 

10 1 PLGAIYNDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QS PAIVSASP 

151 GEKVTITCSA SSAVYAMHWF QQKPGTSPKL V1YDTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMAAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD "DAVTRYWPQL -TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANAS.IG 

4 01 LFGALAVKPS GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 

4 51 KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP . 
551 . PVKASWVHKT GSTGGFGAYV AFIPEKQIGI VMLANTSYPN PARVEAAYHI 

601 LEALQ 

Fig. 5B Amino acid sequence of CAB1 . 7i protein 
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BLA 



Figure 6A 
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Figure 6B 
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aeeaattatcatatgaaatacctgctgccgaccgctgctgctggtctgctgctcctcgctgcccagccggccatggcccaggtgaaactgcagcagt 

ctggggcagaacttgtga.SgtcagggacctcagtcaagttgtcctgcacagcttctggcttcaacattaaagactcctatatgcactggttBaggcagg 

ogwtgaacagggcctggagtggattggatggattgatcctgagaatggtg^ 

gMacatectccaacacagcctacctgcagctcagcagcctgacatctgaggacactgccgtctattattgtaatgaggggactccgactgggccgt 

actactttgadtactgggsocaagggaccacggtcaccgtctcctcaggtggaggcggttcaggcggaggtggctctggcggtggcggatGagaa 

aatgtgctcacccagtctccagcaatcatgtctgcatctccaggggagaaggtcaccataacctgcagtgccagctcaagtgtaagttacatgcactg 

gttccagcagaagccaggcacttctcccaaactctggatttatagcacatccaacctggcttctggagtccctgctcgcttcagtggcagtggatctgg 

gacctcttactctctcacaatcagccgaatggaggctgaagatgctgccacttattactgccagcaaagatctagttacccactcacgttcggtgctgg 

caccaagctggagcigaa-acgggcggccacaccggtgtcagaaaaacagctggcggaggtggtcgcgaatacgattaccccgctgatgaaagc 

ccagtctettccaggcatggcggtggccgttatttatcagggaaaaccgcactattacacatttggcaaggccgatatcgcggcgaataaacccgtta 

cecctcagaccctgttcgagctgggttctataagtaaaaccttcaccggcgtmaggtggggatgccattgctcgcggigaaaWcgctggacgatg 

cegtgaccagatactggccacagctgacgggcaagcagtggcagggtattcgtatgctggatctcgccacctacaccgctggcggcctgccgcta 

calgtaccggWaggtcacggataacgcctcccigctgcgc^ 

acgccagcatcggtctrtttggtgcgctggcggtcaaaccttctggcatgccctatgagcaggccatgacgacgcgggtccttaagccgctcaagct 

egaccatacctgeattaacgtgccgaaagcggaagaggcgcattacgcctggggctatcgtgacggtaaagcggtgcgcgtttcgccgggtatgct 

gEatgcacaagcctatggcgtgaaaaccaacgtgcaggatatggcgaactgggtcatggcaaacatggcgccggagaacgttgctgatgcctcac 

ttaaecagggcatcgcgctggcgcagtcgcgctactggcgtatcgggtcaatgtatcagggtctgggctgggagatgctcaactggcccgtggagg 

ccaa^acgglggtcgagacgagtmggtaatgtagcactggcgccgttgcccgtggcagaagtgaatccaccggctcccccggtcaaagcgtcct 

EBgtccataaaacgggctctactggcgggtttggcagctacgtggcctttattcctgaaaagcagatcggtattgtgatgctcgcgaatacaagctatc 

cga^cccggcacgcgttgaSSCgScataccatatcctcgaggcgctacagtaggaattcgagctccglcgacaagcttgcggccgcactcgagat 

caaacgggctagccagccagaactcgccccggaagaccccgaggatgtcgagcaccaccaccaccaccactgagatccggctgctaiacaaagc 

cceaaaggaagctgagttggctgctgccaccgctgagcaataactagcataacccctlggggcctctaaacgggtcttgaggggttttttgctgaaag 

eaEEaactatatccggattggcgaatgggacgcgccctgtagcggcgcattaagcgcggcgggtgtggtggttacgcgcagcgtgaccgctacac 

ttBCcaecgccctagcgccCgctccmcgctttcttcccttcctttctcgccacgttcgccggc^ccccgtcaagctctaaatcgggggc^^ 

ggttccga^agtgcmacggcacctcgaccccaaaaaacttgattagggtgatggttcacgtaglgggccatcgccctgatagacggtttttcgcoc 

meacctteaagtccacgttcmaatagtggactcttgttccaaactggaacaacactcaaccctatctcg 

aaWcMcSattggttaaaaaatgagctgamaacaaaaam 

acEcaSgtgcggtatttcacaccgcatatgglgcactctcagtacaatctgctctgatgccgcatagttaagccagccccgacacccgccaacacc 
CECtgacecgccctgacgggcttgtctgctcccggcatccgcttacagacaagctgtgaccgtctccgggagctgcatgtgtcagaggi^ 

ca \ ca ccgaaacgcgcgagacgaaagggcctcgtgata^^ 

CEEEEaaatgtgcgcggaacccctaWgtttattmctaaatacattcaaatatgtatccgctcatgagacaataaccctg^ggcagcatcacccgacg 
cacKraccgaataaato^ 

eEcEaaaatgagacgttgatcggcacgtaagaggttccaactttcaccataatgaaataagatcactaccgggcgtatttmgagttatcgagatmc 
Eoattctaaagaagc^aatggagaaaaaaatcaciggatataccaccgttgatatatccca 

gngctcaatgtacctataaccagaccgttcagctggatattacggcctttttaaagaccgtaaagaaaaataagcacaagttttatccggcctttattcac 
attcttgcccgcctgatgaatgctcatccggaattccgtatggcaatgaaagacggtgagctggtgatatgggatagtgttcacccttgttacaccgtttt 
ccatgagcaaactgaaacgttttcatcgctctggagtgaataccacgacgamccggcagmctacacalatattcgcaagatgtggcgtgttacggt 
gaaaacctggcctaWccctaaagggtttattgagaatatgtttttcgtctcagccaatccctgggx?agtttcaccagtWgamaaacgtggccaatat 



Figure 6C { 



WO 2005/058236 



13/79 



PCT/US2004/041429 



5 acaacttcttcECCXCcei:'«^ ttcac Sa«ggEcaaatanatacgcaaggcgacaaggtgctgatgccgctggcgattcaggttcatcatgccgtctg 

Sop C ttccatEWacag^ at S cttaat S aattaca ^^ 
actaattaaecattE^aao^gtcagaccaagtttactcatatatacmagattga 

iSct^tfiaccaaaatoccttaacgtgagtmcgttccactgagc 

Srtaatctcrtscttacaa^caaaaaaaccaccgctaccagcggt 

5 a 5L M BLcasatac©^Mta^ 

SaTcLEEEEttcEtEC^cacagcccagcttggagcgaacgacctacacxjgaactgagatac^ 
.'ttcccgaagggagaaag^ 

" - ,^ atD - rrt pte^agmcgccacctctgacttgagcg^ 

6^ atcma ^«f;°f5g occttttg ctggccttttgctcacatgttctttcctgcgttatcccctgattctgtggataacogtattaccgcctttgaBt 
ac 8 c 88°^^ggxic ' • . ccgagcgcagC g a gtcagtgagcgaggaagcggaagagcgcccaatacgcaaacc§cctcto 
S a 8ctga.t^cgctcgccs ■ gctggcacgaca g^cccgactggaaagcgggcagtgagcgcaacgcaattaatgtgagttagptee 

gaScaaU^ 



Figure 6C ~ X 
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Figure 6D 
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Figure7A 
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Figure 7B 
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NA06.6 




NA05.6 



BLA activity added (units/mL) 



Figure 7C 
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GGGGSGGGGS 
QQKPGTSPKL 
YCQQRDSYPL 
GMAVAVIYQG 
AlARGEISLD 
DNASLLRFYQ 
RVLKPLKLDH 
VQDMANWVMA 
PVEANTWET 
AFIPEKQIGI 



DSYMHWVRQG 
LQLSSLTSED 
GGGGSENVLT 
VIYDTSNLAS 
TFGAGTKLEL 
KPHYYTFGKA 
DAVTRYWPQL 
NWQPQWKPGT 
TWINVPKAEE 
NMAPENVADA 
SFGNVALAPL 
VMLANTSYPN 



PEQGLEWIGW 
TAVYYCNEGL 
QSPAIVSASP 
GVPARFSGSG 
KRAATPVSEK 
DIAANKPVTP 
TGKQWQGIRM 
TRLYANASIG 
AHYAWGYRDG 
SLKQGIALAQ 
PVAEVNPPAP 
PARVEAAYHI 



Fig. 15A Amino acid sequence of SW149.5 protein 



WO 2005/058236 



30/79 



PCT/US2004/041429 



1 QVKLQQSGAE LVKSGGSVKL SCTASGFNIK 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL. 

201 SGTSYSLTIS RMEAEDAATY YCQQRSSYPL 

251 QLAEWANTI TPLMKAQSVP GMAVAVIYQG 

.301 QTLFELGSIS KTFTGVLGGD AIARGEISLD 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ 

401 LFGALAVKPS . GMPYEQAMTT RVLKPLKLDH 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET 

551 PVKASWVHKT GSTGGFGSYV AFIPEKOIGI 

601 LEALQ 



DSYMHWLRQG PEQGLEWIGW 
LQLSSLTSED TAVYYCNEGT 
GGGGSENVLT QSPAIMSASP 
VIYSTSNLAS GVPARFSGSG 
TFGAGTKLEL KRAATPVSEK 
KPHYYTFGKA DIAANKPVTP 
DAVTRYWPQL TGKQWQGIRM 
NWQPQWKPGT TRLYANASIG 
TWINVPKAEE AHYAWGYRDG 
NMAPENVADA SLKQGIALAQ 
SFGNVALAPL PVAEVNPPAP 
VMLANTSYPN PARVEAAYH1 



Fig. 15B Amino acid sequence o£ CAB1.1 protein 



WO 2005/058236 



31/79 



PCT/US2004/041429 



1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGACT 

301 CCGACTGGGC CGTACTACTT TGACTACTGG GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

4 01 GATCAGAAAA. TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 

4 51 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGArTTATA 

551 GCACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGATCTAG TTACCCACTC ACGTTCGGTG 

701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CGACACCGGT GTCAGAAAAA 

751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGAAAGCCCA 

801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT. 

851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 

901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 

951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051' CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201' CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT. ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

14 01 GAAAACCAAC GTGCAGGATA' TGGCGAACTG GGTCATGGCA AACATGGCGC 

14 51 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

17 01 CAGCTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTGG 

17 51 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACQATATC 

1801 CTCGAGGCGC TACAG 



Pig. 15C Nucleotide sequence of CAB1.2 gene 



WO 2005/058236 



32/79 



PCT/US2004/041429 



1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS 

151 GEKVTITCSA SSSVSYMHWF QQKPGTSPKL 

201 SGTSYSLTIS RMEAEDAATY YCQQRSSYPL 

251 QLAEWANTI TPLMKAQSVP GMAVAVIYQG 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ 

401 LFGALAVKPS GMPYEQAMTT RVLKPLKLDH 

451 KAVRVSPGML DAQAYGVKTN VQDMANWVMA 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET 

551 PVKASWVHKT GSTGGFGSYV AFIPEKOIGI 

601 LEALQ 



DSYMHWVRQG PEQGLEWIGW 
LQLSSLTSED TAVYYCNEGT 
GGGGSENVLT QSPAIVSASP 
VIYSTSNLAS GVPARFSGSG 
TFGAGTKLEL KRAATPVSEK 
KPHYYTFGKA DIAANKPVTP 
DAVTRYWPQL TGKQWQGIRM 
NWQPQWKPGT TRLYANASIG 
TWINVPKAEE AHYAWGYRDG 
NMAPENVADA SLKQGIALAQ 
SFGNVALAPL PVAEVNPPAP 
VMLANTSYPN PARVEAAYHI 



Pig. 15D Amino acid sequence of CABl . 2 protein 



WO 2005/058236 



33/79 



H1CDR (26)GFNIKDSYMH(35) 

H2CDR (50) WIDPENGDTEYAPKFQ (65) 

H3CDR . (99)GTPTGPYYFDY(109) 

LlCDR (159)SASSSVSYMH(168) 

L2CDR (184)DTSNLAS<190) 

L3CDR (223)QQRDSYPLT(231) 

Fig. 15E Amino acid sequences of CAB 1.4 CDRs 



WO 2005/058236 



34/79 



PCT/US2004/041429 



H1CDR (154) GGCTTCAACATTAAAGACTCCTATATGCAC (183) 

H2CDR (22 6) T.GGATTGATCCTGAGAATGGTGATACTGAATATGCCCCGAAGTTCCAG (273) 

H3CDR (373) GGGACTCCGACTGGGCCGTACTACTTTGACTAC ( 4 05) 

L1CDR (553) AGTGCCAGCTCAAGTGTAAGTTACATGCAC (582) 

L2CDR (628)GATACATCCAACCTGGCTTCT(6<8) 

L3CDR (745) CAGCAAAGAGATAGTTACCCACTCACG (771) 

Fig. 15P Nucleotide sequence of CAB1.4 CDRs 



WO 2005/058236 



35/79 



PCT/US2004/041429 



1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA 

51 AGTCAAGTTG TGCTGCACAG CTTCTGGCTT 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG. 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT 

2.01 GGCCACTTTT ACTACAGACA CATCCTCCAA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT 

301 CCGACTGGGC CGTACTACTT TGACTACTGG 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG 

4 01 GATCAGAAAA. TGTGCTCACC CAGTCTCCAG 

451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC 

551 ATACATCCAA CCTGGCTTCT GGAGTCCCTG 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC 

651 TGCCACTTAT TACTGCCAGC AAAGAGATAG 

7 01 CTGGCACCAA GCTGGAGCTG AAACGGGCGG 

751 CAGCTGGCGG AGGTGGTCGC GAATACGATT 

801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT 

851 ATTACACATT TGGCAAGGCC GATATCGCGG 

901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT 

951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC 

1051 CTGGATCTCG CCACCTACAC CGCT GGCGGC 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT 

1251 CAT G ACG ACG CGGGTCCTTA AGCCGCTCAA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG 

1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG 

14 51 • CGGAGAACGT TGCTGATGCC TCACTTAAGC 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG 

17 01 CAGCTACGTG GCCTTTATTC CTGAAAAGCA 

17 51 CGAATACAAG CTATCCGAAC CCGGCACGCG 

1801 CTCGAGGCGC TACAG , 



CTTGTGAAAT CAGGGGGCTC 
CAACATTAAA GACTCCTATA 
GCCTGGAGTG GATTGGATGG 
GCCCCGAAGT TCCAGGGCAA 
CACAGCCTAC CTGCAGCTCA 
ATTATTGTAA TGAGGGGACT 
GGCCAAGGGA CCACGGTCAC 
AGGTGGCTCT GGCGGTGGCG 
CAATCGTGTC TGCATCTCCA 
AGCTCAAGTG TAAGTTACAT 
TCCCAAACTC GTGATTTATG 
CTCGCTTCAG TGGCAGTGGA 
CGAATGGAGG CTGAAGATGC 
TTACCCACTC ACGTTCGGTG 
CCACACCGGT GTCAGAAAAA 
ACCCCGCTGA TGAAAGCCCA 
TTATCAGGGA AAACCGCACT. 
CGAATAAACC CGTTACGCCT 
AAAACCTTCA C.CGGCGTTTT 
TTCGCTGGAC GATGCGGTGA 
AGTGGCAGGG TATTCGTATG 
CTGCCGCTAC AGGTACCGGA 
CTTTTATCAA AACTGGCAGC 
ACGCCAACGC CAGCATCGGT 
GGCATGCCCT ATGAGCAGGC 
GCTGGACCAT ACCTGGATTA 
CCTGGGGCTA TCGTGACGGT 
GATGCACAAG CCTATGGCGT 
GGTCATGGCA AACATGGCGC 
AGGGCATCGC GCTGGCGCAG 
CAGGGTCTGG GCTGGGAGAT 
GGTCGAGACG AGTTTTGGTA 
AAGTGAATCC ACCGGCTCCC 
GGCTCTACTG GCGGGTTTGG 
GATCGGTATT GTGATGCTCG 
TTGAGGCGGC AT AC CAT AT C 



Fig. 15G. Nucleotide sequence of CAB1 . 4 gene 



WO 2005/058236 



36/79 



PCT/US2004/041429 



1 


QVQLQQSGAE 


51 


IDPENGDTEY 


101 


PTGPYYFDYW 


151 


GEKVTITCSA 


201 


. SGTSYSLTIS 


2 51 


QLAEWANTI 


301 


QTLPELGSIS 


351 


LDLATYTAGG 


401 


LFGALAVKPS 


451 


KAVRVSPGML 


501 


SRYWRIGSMY 


551 


PVKASWVHKT 


601 


LEALQ 



LVKSGGSVKL 
AFKFQGKATF 
GQGTTVTVSS 
SSSVSYMHWF 
RMEAEDAATY 
TPLMKAQSVP 
KTFTGVLGGD 
LPLQVPDEVT 
GMPYEQAMTT 
DAQAYGVKTN 
QGLGWEMLNW 
GSTGGFGSYV 



SCTASGFNIK 
TTDTSSNTAY 
GGGGSGGGG3 
QQKPGTSPKL 
YCQQRDSYPL 
GMAVAVIYQG 
AIARGEISLD 
DNASLLRFYQ 
RVLKPLKLDH 
VQDMANWVMA 
PVEANTWET 
AFIPEKQIGI 



DSYMHWVRQG 
LQLSSLTSED 
GGGGSENVLT 
VIYDTSNLAS 
TFGAGTKLEL 
KPHYYTFGKA 
DAVTRYWPQL 
NWQPQWKPGT 
TWINVPKAEE 
NMAPENVADA 
SFGNVALAPL 
VMLANTSYPN 



PEQGLEWIGW 
TAVYYCNEGT 
QSPAIVSASP 
GVPARFSGSG 
KRAATPVSEK 
DIAANKPVTP 
TGKQWQGIRM 
TRLYANASIG 
AHYAWGYRDG 
SLKQGIALAQ 
PVAEVNPPAP 
PARVEAAYHI ' 



Pig. 15H Amino acid sequence of CflBl.4 protein 



WO 2005/058236 



37/79 



PCT/US2004/041429 



H1CDR (154) GGCTTCAACATTAAAGACTCCTATATGCAC (183) 

H2CDR (226) TGGATTGAT C CT GAGAATGGT G ATACTGAAT ATGCCCCGAAGT T CCAG (273) 

H3CDR (373) GGGCTCCCGACTGGGCCGTACTACTTTGACT AC (405) . 

LlCDR (553) AGTGCCAGCTCAAGTGTAAGTTACATGCAC (582) 

• L2CDR ( 628 ) GATACATCCAACCTGGCTTCT ( 649 ) 

L3CDR (745) CAGCAAAGAGATAGTTACCCACTCACG (771) ; 

Fig* 151 Nucleotide sequences of CAB1 . 6 CDRs 



WO 2005/058236 



38/79 



PCT/US2004/041429 



1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 
151" ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 . GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC AGTGCCGTCT ATTATTGTAA TGAGGGGCTC 

301 CCGACTGGGC CGTACTACTT TGACTACTGG GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

401 GATCAGAAAA . TGTGCTCACC CAGTCTCCAG . CAATCGTGTC TGCATCTCCA 

451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATG 

551 ATACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA. 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGAGATAG TTACCCACTC AGGTTCGGTG 

701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 

751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGAAAGCCCA 

801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT; 

851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 

901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 

. 951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGGAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

14 01 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

14 51 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG ' 

1501 TCGGGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651. CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

17 01 CAGCTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTGG 

17 51 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 

18 01 CTCGAGGCGC TACAG 



Fig, IS J Nucleotide sequence of CAB1 . 6 gene 



WO 2005/058236 



39/79 



PCT/US2004/041429 



1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ' ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGCTC 

301 CCGACTGGGC CGTACTACTT TGACTACTGG GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

401 GATCAGAAAA TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 

451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT . 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATG . 

551 ATACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGAGATAG TTACCCACTC ACGTTCGGTG 

701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 

751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGGCGGCCCA 

. 801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT. 

851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 

901 C AG AC C CT GT TCGAGCTGGG TTCTATT^AGT AAAACCTTCA CCGGCGTTTT 

. 951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGGAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT. ATGAGCAGGC 

1251 CAT G AC G ACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

13 Or ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GGGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

14 01 GAAAACCAAC GTGCSGGAtA TGGCGAACTG GGTCATGGCA AACATGGCGC 

14 51 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

17 01 CGCGTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTCG 
1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 

18 01 CTCGAGGCGC TACAG 



Pig. 15K Nucleotide sequence of CAB1 . 6i gene 



WO 2005/058236 



40/79 



PCT/US2004/041429 



H1CDR (154) GGCTTCAACATTAAAGACTCCTATATGCAC (183) . 

H2CDR ( 226 ) T.GGATTGATCCTGAGAATGGTGATACTGAATATGCCCCGAAGTTCCAG ( 273) 

H3CDR (373) GGGCTCCCGCTCGGGGCCATTTACAACGACTAC (405) 

LlCDR (553) AGTGCCAGCTC AGCTGTATATGCCATGCAC (582) 

' L2CDR (628) GAT ACATCCAACCTGGCTTCT (.64,8) 

L3CDR (745) CAGCAAAGAGATAGTTACCCACTCACG (771) 

Fig. 151* Nucleotide sequences of CABl.7 CDRs 



WO 2005/058236 



41/79 



PCT/US2004/041429 



1 CAGGTGCAGC 

51 AGTCAAGTTG 

101 TGCACTGGGT 

151 ATTGATCCTG 

201 GGCCACTTTT 

251 GCAGCCTGAC 

301 CCGCTCGGGG 

351 CGTCTCCTCA 

4 01 GATCAGAAAA 

451 GGGGAGAAGG 

501 GCACTGGTTC 

551 ATACATCCAA 

6 01 TCTGGGACCT 

651 TGCCACTTAT 

701 CTGGCACCAA 

751 CAGCTGGCGG 

801 GTCTGTTCCA 

851 ATTACACATT 

901 GAGACCCTGT 

951 AGGTGGGGAT 

10 01 CCAGATACTG 

1051 CTGGATCTCG 

1101 TGAGGTCACG 

1151 CGCAGTGGAA 

12 01 CTTTTTGGTG 
1251 CATGACGACG 

13 01 ACGTGCCGAA 

13 51 AAAGCGGTGC 

14 01 GAAAACCAAC 
14 51 CGGAGAACGT 
1501 TCGCGCTACT 
1551 GCTCAACTGG 
1601 ATGTAGCACT 
1651 CCGGTCAAAG 
1701 CAGCTACGTG 
1751 CGAATACAAG 
1801 CTCGAGGCGC 



TGCAGCAGTC 
TCCTGCACAG 
GAGGCAGGGG 
AGAATGGTGA 
ACTACAGACA 
ATCTGAGGAC 
CCATTTACAA 
GGTGGAGGCG 
TGTGCTCACC: 
TCACCATAAC 
CAGCAGAAGC 
CCTGGCTTCT 
CTTACTCTCT 
TACTGCCAGC 
GCTGGAGCTG 
AGGTGGTCGC 
GGCATGGCGG 
* TGGCAAGG.CC 
TCGAGCTGGG 
GCCATTGCTC 
GCCACAGCTG 
CCACCTACAC 
GATAACGCCT 
GCCTGGCACA 
CGCTGGCGGT 
CGGGTCCTTA 
AGCGGAAGAG 
GCGTTTCGCC 
GTGCAGGATA 
TGCTGATGCC 
GGCGTATCGG 
CCCGTGGAGG 
GGCGCCGTTG 
CGTCCTGGGT 
GCCTTTATTC 
CTATCCGAAC 
TACAG 



TGGGGCAGAA 
CTTCTGGCTT 
CCTGAACAGG 
TACTGAATAT 
CATCCTCCAA 
ACTGCCGTCT 
CGACTACTGG 
GTTPAGGCGG 
CAGTCTCCAG 
CTGCAGTGCC 
CAGGCACTTC 
GGAGTCCCTG 
CACAATCAGC 
AAAGAGATAG 
AAACGGGCGG 
GAATACGATT 
TGGCCGTTAT 
GATATCGCGG 
TTCTATAAGT 
GCGGTGAAAT 
ACGGGCAAGC 
CGCTGGCGGC 
CCCTGCTGCG 
ACGCGTCTTT 
CAAACCTTCT 
AGCCGCTCAA 
GCGCATTACG 
GGGTATGCTG 
TGGCGAACTG 
TCACTTAAGC 
GTCAATGTAT 
CCAACACGGT 
CCCGTGGCAG 
CCATAAAACG 
CTGAAAAGCA 
CCGGCACGCG 



CTTGTGAAAT 
CAACATTAAA 
GCCTGGAGTG 
GCCCCGAAGT 
CACAGCCTAC 
ATTATTGTAA 
GGCCAAGGGA 
AGGTGGGTCT 
CAATCGTGTC 
AGCTCAGCTG 
TCCCAAACTC 
CTCGCTTCAG 
CGAATGGAGG 
TTACCCACTC 
CCACACCGGT 
ACCCCGCTGA 
TTATCAGGGA 
CGAATAAACC 
AAAACCTTCA 
TTCGCTGGAC 
AGTGGCAGGG 
CTGCCGCTAC 
CTTTTATCAA 
ACGCCAACGC 
GGCATGCCCT 
GCTGGACCAT 
CCTGGGGCTA 
GATGCACAAG 
GGTCATGGCA 
AGGGCATCGC 
CAGGGTCTGG 
GGTCGAGACG 
AAGTGAATCC 
GGCTCTACTG 
GATCGGTATT 
TTGAGGCGGC 



CAGGGGGCTC 
GACTCCTATA 
GATTGGATGG 
TCCAGGGCAA 
CTGCAGCTCA 
TGAGGGGCTC 
CCACGGTCAC 
GGCGGTGGCG 
TGCATCTCCA 
TATATGCCAT 
GTGATTTATG 
TGGCAGTGGA 
CTGAAGATGC 
ACGTTCGGTG 
GTCAGAAAAA 
TGAAAGCCCA 
AAAGCGCACT 
CGTTACGCCT 
GCGC3CGTTTT 
GATGCGGTGA 
TATTCGTATG 
AGGTACCGGA 
AACTGGCAGC 
CAGCATCGGT 
ATGAGCAGGC 
ACCTGGATTA 
TCGTGACGGT 
CCTATGGCGT 
AACATGGCGC 
GCTGGCGCAG 
GCTGGGAGAT 
AGTTTTGGTA 
ACCGGCTCCC 
GCGGGTTTGG 
GTGATGCTCG 
ATACCATATC 



Fig. 15M Nucleotide sequence of CAB1.7 gene 



WO 2005/058236 PCT7US2004/041429 

42/79 



1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGCTC 

3 01 CCGCTCGGGG CCATTTACAA CGACTACTGG GGCCAAGGGA CCACGGTCAC 

3 51 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

4 01 GATCAGAAAA TGTGGTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 
451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAGCTG TATATGCCAT 

5 01 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATG 
551 ATACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 
601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 
651 TGCCACTTAT TACTGCCAGC AAAGAGATAG TTACCCACTC ACGTTCGGTG 

7 01 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 
751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGGCGGCCCA 

8 01 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT 
851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 
901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 
951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

10 01 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTAGCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGGTCAA GCTGGACCAT ACCTGGATTA. 

13 01 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

13 51 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

14 01 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 
14 51 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG 
1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 
1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 
1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 
1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 
1701 CGCGTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTCG 
1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 
1801 CTCGAGGCGC TACAG 

Pig. 15N Nucleotide sequence of CABl.7i gene 
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H1CDR (154 ) GGCTTCAACATTAAAGACTCCTATATGCAC ( 183 ) 

H2 CDR (226) TGG ATTGATCCTGAGAATGGTGATACTGAATATGCCCCGAAGTTCCAG (273) 

H3 CDR (373) GGGACTCCGACTGGGCCGTACTACTTTGACTAC (405) 

LI CDR (553) AGTGCCAGCTCAAGTGTAAGTTACATGCAC (582) 

L2CDR (628) AGCACATCCAACCTGGCTTCT (648) 

L3 CDR (745) CAGCAAAGATCTAGTTACCCACTCACG (771) 

Fig. 150 Nucleotide sequences of CABl CDRs 
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1 CAGGTGAAAC TGCAGCAGTC TGGGGCAGAA CTTGTGAGGT CAUUUAvju x*C 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGTT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATGCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

2 01 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

2 51 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGACT 

3 01 CCGACTGGGC CGTACTACTT TGACTACTGG GGC CAAGGGA CCACGGTCAC 

3 51 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTQGCG 

4 01 GATCAGAAAA TGTGCTCACC CAGTCTCCAG CAATCATGTC TGCATCTCCA 
4 51 GGGGAGAAGG TCAC CATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 
501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC TGGATTTATA 
551 GCACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 
6 01 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 
651 TGCCACTTAT TACTGCCAGC AAAGATCTAG TTACCCACTC ACGfTTCGGTG 
701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 
751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGAAAGCCCA 
801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT 
851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 
901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 
951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

14 01 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

14 51 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG 

15 01 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 
15 51 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 
1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 
1651 CCGGTCAAAG CGTCGTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

17 01 CAGCTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTCG 
1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 

18 01 CTCGAGGCGC TACAG 



Fig. 15P Nucleotide sequence of CAB1 gene 
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H I CDR 

(26) GPNI KDSYMH (35) 
H2 CDR (50) WIDPENGDTEYAPKFQ (65) 

H3 CDR (99) GLPLGAI YNDY (109) 

LI CDR (159) SASSSVSYMH(168) 

L2CDR (184)DTSNLAS (190) 

L3CDR (223 ) QQRDSYPLT (231) 

Fig. 15Q Amino acid sequences of SW149.5 CDRs 
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H1CDR (154) GGCTTCAAC^TTAAAGACTCCTATATGCAC (183 ) 

H2 CDR (226) TGG ATTGATCCTGAGAATGGTGATACTGAATATGCCCCGAAGTTCCAG (273) 

H3 CDR (373) GGGCTCCCGCTCGGGGCCATTTACAACGACTAC (405) 

L1CDR (553) AGTGCCAGCTCAAGTGTAAGTTACATGCAC (582) 

L2CDR (628) GATACATCCAACCTGGCTTCT (648) 

L3CDR (745) CAGCAAAG AGATAGTTACCCACTCACG (771) 



Pig. 15R Nucleotide sequences of SW149.5 CDRs 
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1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

2 01 GGCCACTTTT AC TACAG ACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

2 51 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGCTC 

3 01 CCGCTCGGGG C CATTTACAA CGACTACTGG GGCCAAGGGA CCACGGTCAC 

3 51 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT, GGCGGTGGCG 

4 01 GATCAGAAAA TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 
4 51 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 
501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATG 
551 ATACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 
601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 
651 TGCCACTTAT TACTGCCAGC AAAGAGATAG TTACCGACTC ACGTTCGGTG 
701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 
751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGAAAGCCCA 
801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT 
851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 
901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTGA CCGGCGTTTT 
951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

10 51 CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

12 01 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT ATGAGCAGGC 
1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

13 01 ACGTGCCGAA AGCGGAAGAG GCGGATTACG CCTGGGGCTA TCGTGACGGT 

13 51 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

14 01 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 
1451 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGG GCTGGCGCAG 
1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 
1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 
1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 
1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 
1701 CAGCTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTCG 
1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 
1801 CTCGAGGCGC TACAG 



Fig, 15S Nucleotide sequence of SW149.5 gene 
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1 ACACCGGTGT CAGAAAAACA GCTGGCGGAG GTGGTCGCGA ATACGATTAC 

51 CCCGCTGATG AAAGCCCAGT CTGTTCCAGG CATGGCGGTG GCCGTTATTT 

101 ATCAGGGAAA ACCGCACTAT TACACATTTG GCAAGGCCGA TATCGCGGQG 

151 AATAAACCCG TTACGCCTCA GACCCTGTTC GAGCTGGGTT CTATAAGTAA 

201 AACCTTCACC GGCGTTTTAG GTGGGGATGC CATTGCTCGC GGTGAAATTT 

251 CGCTGGACGA TGCGGTGACC _ AGATACTGGC CACAGCTGAC GGGCAAGCAG 

301 TGGCAGGGTA TTCGTATGCT GGATCTCGCC ACCTACACCG CTGGCGGCCT 

351 GCCGCTACAG GTACCGGATG AGGTCACGGA TAACGCCTCC CTGCTGCGCT 

4 01 TTTATCAAAA . CTGGCAGCCG CAGTGGAAGC . CTGGCACAAC GCGTCTTTAC 

451 GCCAACGCCA GCATCGGTCT TTTTGGTGCG CTGGCGGTCA AACCTTCTGG 

501 CATGCCCTAT GAGCAGGCCA TGACGACGCG GGTCCTTAAG CCGCTCAAGC 

551 TGGACCATAC CTGGATTAAC GTGCCGAAAG CGGAAGAGGC GCATTACGCC 

601 TGGGGCTATC GTGACGGTAA RGCGGTGCGC GTTTCGCCGG GTATGCTGGA 

651 TGCACAAGCC TATGGCGTGA AAACCAACGT GCAGGATATG GCGAACTGGG 

7 01 TCATGGCAAA CATGGCGCCG GAGAACGTTG CTGATGCCTC ACTTAAGCAG 

7 51 GGCATCGCGC TGGCGCAGTC GCGCTACTGG CGTATCGGGT CAATGTATCA 

8 01 GGGTCTGGGC TGGGAGATGC TCAACTGGCC CGTGGAGGCC AACACGGTGG. 
851 TCGAGACGAG TTTTGGTAAT GTAGCACTGG CGCCGTTGCC CGTGGCAGAA 
$01 GTGAATCCAC CGGCTCCCCC GGTCAAAGCG TCCTGGGTCC ATAAAACGGG 

. 951 CTCTACTGGC GGGTTTGGCA GCTACGTGGC CTTTATTCGT GAAAAGCAGA 

1001 TCGGTATTGT GATGCTCGCG AATAQAAGCT ATCCGAACCC GGCACGCGTT 

1051 GAGGCGGCAT ACCATATCCT CGAGGCGCTA CAG 



Fig. 1ST Nucleotide sequence of B1A gene 
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1 CAGGTGAAAC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TOCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGTT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 . GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGACT 

.301 CCGACTGGGC CGTACTACTT TGACTACTGG - GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

4 01 GATCAGAAAA TGTGCTCACC CAGTCTCCAG . CAATCATGTC TGCATCTCCA 

451 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATA 

551 GCACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGT GGA 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGATCTAG TTACCCACTC ACGTTCGGTG. 

701 CTGGCACCAA GCTGGAGCTG AAACGGGCGG C C AC AC CG GT GTC AG AAAAA 

751 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGAAAGCCCA 

'801. GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT. 

8 51 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 

901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 

.951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG CCACCTACAC CGCTGGCGGC CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT. ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGC.ATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTT.CGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

14 51 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG . 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

17 01 CAGCTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTCG 

1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 

1801 CTCGAGGCGC TACAG 
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Animal weight effects 
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Survival Plot 
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CAB1 Proof of Principle — Efficacy* 
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1 QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 

51 IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGT 

101 PTGPYYFDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 

151 GEKVTITCSA SSSVSYMHWF QQKPGTS.PKL V1YSTSNLAS GVPARFSGSG 

201 SGTSYSLTIS RMEAEDAATY YCQQRSSYPL TFGAGTKLEL KRAATPVSEK 

251 QLAEWANTI TPLMAAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 

301 QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TGKQWQGIRM 

351 LDLATYTAGG LPLQVPDEVT DNASLLRFYQ NWQPQWKPGT TRLYANASIG 

401 LFGALAVKPS GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 

4 51 KAVRVS PGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 

501 SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP 

551 PVKASWVHKT GSTGGFGAYV AFIPEKQIG1 VMLANTSYPN PARVEAAYHI 

601 LEALQ 
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1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT C AAC AT T AAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

201 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC • CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGACT 

301 CCGACTGGGC CGTACTACTT TGACTACTGG GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

401 GATCAGAAAA TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 

4 51 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAAGTG TAAGTTACAT 

. 501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC GTGATTTATA 

551 G C AC AT C C AA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGATCTAG TTACCCACTC ACGTTCGGTG 

7 01 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 

7 51 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGGCGGCCCA 

8 01 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT 
8 51 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 
901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 
951 AGGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGGAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG ■ CCACCTACAC CGCTGGCGGC. CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

1401 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

14 51 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG C C AAC AC G GT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT C C AT AAAACG GGCTCTACTG GCGGGTTTGG 

1701 CGCGTACGTG GCCTTTATTC CTGAAAAGCA GATCGGTATT GTGATGCTCG 

1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 

1801 CTCGAGGCGC TACAG 
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1 
51 
101 
151 
201 
251 
301 
351 
401 
451 
501 
551 
601 



A 



QVQLQQSGAE LVKSGGSVKL SCTASGFNIK DSYMHWVRQG PEQGLEWIGW 
IDPENGDTEY APKFQGKATF TTDTSSNTAY LQLSSLTSED TAVYYCNEGL 
PLGAIYNDYW GQGTTVTVSS GGGGSGGGGS GGGGSENVLT QSPAIVSASP 
GEKVTITCSA SSAVYAMHWF QQKPGTS PKL VIYSTSNLAS GVPARFSGSG 
SGTSYSLTIS RMEAEDAATY YCQQRDSYPL TFGAGTKLEL KRAATPVSEK 
QLAEWANTI TPLMAAQSVP GMAVAVIYQG KPHYYTFGKA DIAANKPVTP 
QTLFELGSIS KTFTGVLGGD AIARGEISLD DAVTRYWPQL TG.KQWQGIRM 
LDLATYTAGG LPLQVPDEVT " DNASLLRFYQ NWQPQWKPGT TRLYANASIG 
LFGALAVKPS GMPYEQAMTT RVLKPLKLDH TWINVPKAEE AHYAWGYRDG 
KAVRVSPGML DAQAYGVKTN VQDMANWVMA NMAPENVADA SLKQGIALAQ 
SRYWRIGSMY QGLGWEMLNW PVEANTWET SFGNVALAPL PVAEVNPPAP 
PVKASWVHKT GSTGGFGAYV AFIPEKQIGI VMLANTSYPN PARVEAAYH I 
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1 CAGGTGCAGC TGCAGCAGTC TGGGGCAGAA CTTGTGAAAT CAGGGGGCTC 

51 AGTCAAGTTG TCCTGCACAG CTTCTGGCTT CAACATTAAA GACTCCTATA 

101 TGCACTGGGT GAGGCAGGGG CCTGAACAGG GCCTGGAGTG GATTGGATGG 

151 ATTGATCCTG AGAATGGTGA TACTGAATAT GCCCCGAAGT TCCAGGGCAA 

2 01 GGCCACTTTT ACTACAGACA CATCCTCCAA CACAGCCTAC CTGCAGCTCA 

251 GCAGCCTGAC ATCTGAGGAC ACTGCCGTCT ATTATTGTAA TGAGGGGCTC 

301 CCGCTCGGGG CCATTTACAA CGACTACTGG GGCCAAGGGA CCACGGTCAC 

351 CGTCTCCTCA GGTGGAGGCG GTTCAGGCGG AGGTGGCTCT GGCGGTGGCG 

4 01 GAT C AG AAAA TGTGCTCACC CAGTCTCCAG CAATCGTGTC TGCATCTCCA 

4 51 GGGGAGAAGG TCACCATAAC CTGCAGTGCC AGCTCAGCTG TATATGCCAT 

501 GCACTGGTTC CAGCAGAAGC CAGGCACTTC TCCCAAACTC G T GAT T TATA 

551 GCACATCCAA CCTGGCTTCT GGAGTCCCTG CTCGCTTCAG TGGCAGTGGA 

601 TCTGGGACCT CTTACTCTCT CACAATCAGC CGAATGGAGG CTGAAGATGC 

651 TGCCACTTAT TACTGCCAGC AAAGAGATAG TTACCCACTC ACGTTCGGTG 

7 01 CTGGCACCAA GCTGGAGCTG AAACGGGCGG CCACACCGGT GTCAGAAAAA 

7 51 CAGCTGGCGG AGGTGGTCGC GAATACGATT ACCCCGCTGA TGGCGGCCCA 

801 GTCTGTTCCA GGCATGGCGG TGGCCGTTAT TTATCAGGGA AAACCGCACT 

851 ATTACACATT TGGCAAGGCC GATATCGCGG CGAATAAACC CGTTACGCCT 

901 CAGACCCTGT TCGAGCTGGG TTCTATAAGT AAAACCTTCA CCGGCGTTTT 

951 • GGTGGGGAT GCCATTGCTC GCGGTGAAAT TTCGCTGGAC GATGCGGTGA 

1001 CCAGATACTG GCCACAGCTG ACGGGCAAGC AGTGGCAGGG TATTCGTATG 

1051 CTGGATCTCG GCACCTACAC CGCTGGCGGC - CTGCCGCTAC AGGTACCGGA 

1101 TGAGGTCACG GATAACGCCT CCCTGCTGCG CTTTTATCAA AACTGGCAGC 

1151 CGCAGTGGAA GCCTGGCACA ACGCGTCTTT ACGCCAACGC CAGCATCGGT 

1201 CTTTTTGGTG CGCTGGCGGT CAAACCTTCT GGCATGCCCT ATGAGCAGGC 

1251 CATGACGACG CGGGTCCTTA AGCCGCTCAA GCTGGACCAT ACCTGGATTA 

1301 ACGTGCCGAA AGCGGAAGAG GCGCATTACG CCTGGGGCTA TCGTGACGGT 

1351 AAAGCGGTGC GCGTTTCGCC GGGTATGCTG GATGCACAAG CCTATGGCGT 

14 01 GAAAACCAAC GTGCAGGATA TGGCGAACTG GGTCATGGCA AACATGGCGC 

1451 CGGAGAACGT TGCTGATGCC TCACTTAAGC AGGGCATCGC GCTGGCGCAG 

1501 TCGCGCTACT GGCGTATCGG GTCAATGTAT CAGGGTCTGG GCTGGGAGAT 

1551 GCTCAACTGG CCCGTGGAGG CCAACACGGT GGTCGAGACG AGTTTTGGTA 

1601 ATGTAGCACT GGCGCCGTTG CCCGTGGCAG AAGTGAATCC ACCGGCTCCC 

1651 CCGGTCAAAG CGTCCTGGGT CCATAAAACG GGCTCTACTG GCGGGTTTGG 

1701 CGCGTACGTG GCCTTTATTC GTGAAAAGCA GATCGGTATT GTGATGCTCG 

1751 CGAATACAAG CTATCCGAAC CCGGCACGCG TTGAGGCGGC ATACCATATC 

1801 CTCGAGGCGC TACAG 
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1 DIVLTQSPAS LSVSLGQRAT MSCRAGESVD IFG.VGFLHWY QQKPGQPPKL 

51 LIYRASNLES GIPVRF'SGTG SGTDFTLIID PVEADDVATY YCQQTNEDPY 

101 TFGGGTKLEI KGGGGSGGGG SGGGGSGGGG SGGGGSGGGG SEVQLQQSGA 

151 ELVEPGASVK LSCTASGFNI KDTYMHWVKQ RPEQGLEWIG RIDPANGNSK 

201 YVPKFQGKAT ITADTSSNTA YLQLTSLTSE DTAVYYCAPF • GYYVSDYAMA 

251 YWGQGTSVTV SSTPVSEKQL AEWANTITP LMAAQSVPGM AVAVIYQGKP 

301 HYYTFGKADI AANKPVTPQT LFELGSISKT FTGVLGGDAI ARGEISLDDA 

351 VTRYWPQLTG KQWQGIRMLD LATYTAGGLP LQVPDEVTDN ASLLRFYQNW 

4 01 QPQWKPGTTR LYANASIGLF GALAVKPSGM PYEQAMTTRV LKPLKLDHTW 

4 51 INVPKAEEAH YAWGYRDGKA VRVSPGMLDA QAYGVKTNVQ DMANWVMANM 
501 APENVADASL KQGIALAQSR YWRIGSMYQG LGWEMLNWPV EANTWETSF 

5 51 GNVALAPLPV AEVNPPAPPV KASWVHKTGS TGGFGAYVAF IPEKQ1GIVM 
601 LANTSYPNPA RVEAAYHILE ALQ 
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1 
51 
101 
151 
201 
251 
301 
351 
4 01 
4 51 
501 
551 
601 
651 
701 
751 
801 
851 
901 
951 
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1051 
1101 
1151 
1201 
1251 
1301 
1351 
1401 
1451 
1501 
1551 
1601 
1651 
1701 
1751 
1801 
1851 



GACATCGTCC 
GCGTGCCACT 
TCGGTTTTCT 
CTGATCTATC 
CGGTACTGGC 
CAQACGATGT 
ACCTTCGGTG 
TGGTGGTGGT 
GTGGCTCTGG 
GAGCTCGTTG 
TTTCAACATT 
AGGGTCTGGA 
TACGTGCCAA 
TAACACTGCT 
TTTATTACTG 
TACTGGGGTC 
AAAACAGCTG 
CCCAGTCTGT 
C AC TAT T AC A 
GCCTCAGACC 
TTTTAGGTGG 
G T G AC C AG AT 
TATGCTGGAT 
CGGATGAGGT 
CAGCCGCAGT 
CGGTCTTTTT 
AGGCCATGAC 
ATTAACGTGC 
CGGTAAAGCG 
GCGTGAAAAC 
GCGCCGGAGA 
GCAGTCGCGC 
AGATGCTCAA 
GGTAATGTAG 
TCCCCCGGTC 
TTGGCGCGTA 
CTCGCGAATA . 
TATCCTCGAG 



TGACCCAGAG 
ATGTCCTGCA 
GCACTGGTAC 
GTGCTTCTAA 
TCTGGTACTG 
TGCCACCTAC 
GCGGTACTAA 
AGCGGTGGCG 
TGGCGGTGGC 
liACCGGGCGC 
AAGGACACCT 
GTGGATCGGT 
AATTCCAGGG 
TACCTGCAGC 
CGCTCCGTTC 
AGGGCACCTC 
GCGGAGGTGG 
TCCAGGCATG 
CATTTGGCAA 
CTGTTCGAGC 
GGATGCCATT 
ACTGGCCACA 
CTCGCCACCT 
CACGGATAAC 
GGAAGCCTGG 
GGTGCGCTGG 
GACGCGGGTC 
CGAAAGCGGA 
GTGCGCGTTT 
CAACGTGCAG 
ACGTTGCTGA 
TACTGGCGTA 
CTGGCCCGTG 
CACTGGCGCC 
AAAGCGTCCT 
CGTGGCCTTT 
CAAGCTATCC 
GCGCTACAG 



CCCGGCAAGC 
GAGCGGGTGA 
CAACAGAAAC 
CCTGGAG.TCC 
ATTTTACCCT 
TATTGCCAGC 
ACTGGAGATC 
GTGGTAGCGG 
TCTGAAGTGC 
TTCTGTGAAA 
ACATGCAGTG 
CGCATCGATC 
TAAAGCAACC 
TGACTTCCCT 
GGCTACTATG 
TGTTACCGTT 
TCGCGAATAC 
GCGGTGGCCG 
GGCCGATATC 
TGGGTTCTAT 
GCTCGCGGTG 
GCTGACGGGC 
ACACCGCTGG 
GCCTCCCTGC 
CACAACGCGT 
CGGTCAAACC 
CTTAAGCCGC 
AGAGGCGCAT 
CGCCGGGTAT 
GATATGGCGA 
TGCCTCACTT 
TCGGGTCAAT 
GAGGCCAACA 
GTTGCCCGTG 
GGGTCCATAA 
ATTCCTGAAA 
GAACCCGGCA 



CTGTCTGTTT 

GTCTGTTGAC 

CGGGTCAGCC 

GGCAT.CCCGG 

GAT TAT CG AC 

AGACCAACGA 

AAAGGCGGTG 

TGGCGGTGGC 

AGCTGCAGCA 

CTGTCTTGCA 

GGTGAAACAA 

CGGCTAACGG 

ATCACTGCTG 

GACTAGCGAA 

TCAGCGATTA 

TCTAGCACAC 

GATTACCCCG 

TTATTTATCA 

GCGGCGAATA 

AAGTAAAACC 

AAATTTCGCT 

AAGCAGTGGC 

CGGCCTGCCG 

TGCGCTTTTA 

CTTTACGCCA 

TTCTGGCATG 

TCAAGCTGGA 

TACGCCTGGG 

GCTGGATGCA 

ACTGGGTCAT 

AAGCAGGGCA 

GTATCAGGGT 

CGGTGGTCGA 

GCAGAAGTGA 

AACGGGCTCT 

AGCAGATCGG 

CGCGTTGAGG 



CCCTGGGCCA 

ATTTTCGGTG 

GCCAAAACTG 

TACGTTTCTC 

CCGGTGGAAG 

GGATCCGTAC 

GTGGTTCTGG 

AGCGGTGGTG 

GTCCGGTGCG 

CTGCATCTGG 

CGCCCGGAAC 

TAACAGCAAA 

ATACCTCCTC 

GACACCGCGG 

CGCAATGGCC 

CGGTGTCAGA 

CTGATGGCGG 

GGGAAAACCG 

AACCCGTTAC 

TTCACCGGCG 

GGACGATGCG 

AGGGTATTCG 

CTACAGGTAC 

TCAAAACTGG 

ACGCCAGCAT 

CCCTAT.GAGC 

CCATACCTGG 

GCTATCGTGA 

CAAGCCTATG 

GGCAAACATG 

TCGCGCTGGC 

CTGGGCTGGG 

GACGAGTTTT 

ATCCACCGGC 

ACTGGCGGGT 

TATTGTGATG 

CGGCATACCA 



WO 2005/058236 



64/79 



PCT/US2004/041429 







Sample ID 


Sample Pathology 
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Adenocarcinoma of lung 
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07000000241 




FR00033A78 


Adenocarcinoma of lung ^ 


















































C 1000000751 8 


AF5 


FR0001FD15 


Carcinoma of lung, squamous cell 






.^V-C^ • V< ?■■*'';''!'' v ^ v '' 

C 10000008475 - 
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Adenocarcinoma of cotori- metastatic . 
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CI0000015252 


FF2 


FR5B342166 


Adenocarcinoma of colon 
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Case Diagnosis 


Tissue of Qrigiri/Site of Finding >K 


-'--■'HIE-: C 


AntirH 


Adenocarcinoma of lung 

CZrad&' A inn G3* Poorlv differ^ntiafpri 

Stage: IIIA 


Lung/Lung 


4X 20X 


Immunoger 
4x 


Adenocarcinoma of lung 

Grade: AJCC G3; Poorly differentiated 

Stages IIIB ,'V V _. p • ' 


Lung/Lung ' " . \-\ - •« 


4>C 20X 




Adenocarcinoma of lung 
Grade: AJCC G2: Moderately 
differentiated 
Stage: MIA 


Lung/Lung 


- - ;; - '■■■'. ' 
4X 2QX 


- 1 ----- 


Adenocarcinoma of lung 
Grade: AJCC G2: Moderately 
differentiated ; ' * ; 
Stage: IIIA . 1 ' 


•.' r: :-,. v-- '•' '■' ' r • '• •'• • : ' ' ' -" •• ; ; ; 

. t .\ . ;'r\.-.': : . " -:• ..v-\. • - ! ' ..i'.'.I 

Lung/L-ung / " 






Carcinoma of lung, squamous cell 
Grade: AJCC G3: Poorly differentiated 
Stage: IIIA 


Lung/Lung i 


4X 20X 












Adenocarcinoma of colon, metastatic v 

Grade: Not Reported 

Stage; Iy •'■ s ; « r • * : >\. : - 


. • ;■..:„.-,. ...'rvj.- :.. . ^ •.* Vi i*' •• ' V'T-I'v. :* '• •: 






Adenocarcinoma of colon j 
Grade: AJCC G3: Poorly differentiated 
Stage: I1IB 


Cecum/Cecum 


4X 20X 
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iurnah Cvtb keratin AE1/AE3 


GAB/GCR3708 (0:2ua/rril) 


CAB/GCR55' 






Immunogencity: Tumor(1( 


acity: TumorOOO%, Variable to 3+ Cyto) 


Immunogencity: Tumor(100%, Variable to 3+ Cyto) 


Mixed inflammatory eel 


Necrosis(Variable to 3+ EC) 


Mixed inflammatory cells(Variable to 1 + Cyto) 


Necrosis(Varic 


opCCli't'Uy, niyfi 


opecmcicy. niyn 


opecuici 


I 20x 


4x 20x 


4x 


SF00029758 


SFQ0029756 


SF000 


• . . • - V-'- " ^;, r ''-'r;'"; :~'.,':>. • "J--. 1 .'" - ' : .' ; ', 

•"' . • :• J ' '•• '. V ' 




f : Immunogencity: Tumbr(4 




lntra-alyeolar;macrop 
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^ • ,* Specificity: High- et . , ■ ■ - . . ' 


Specifici 




- "•• 26* v.. : 


mm. % m t\ 
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Immunogencity: Tumor(100%, 2+ Cyto) 


Immunogencity: Tur 




Cellular stroma(1 + Cyto) 


Cellular stroi 




Chronic inflammatory cells(Variable to 1+ Cyto) 


Chronic inflammatory ce 




Specificity: High 


Specific! 




4x 20x 


4x 




SF0002977F 


SF000 


*^?v^#.- • '--V. ■<-;•:' '/.'" 
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i ; immunogencity^Tum^ Variable to 3+ Cyto) 






Cel)u|ar Stroma (Variable to 2+ Cyto) 


Cellular StromaCVj 


5 W'/'t' i v'L 1 ' ' SV : .A^~ ''-H ^'-''i-' •*;'.'•■ '''/^'v'-; r ,': }i 


Necrosls(VariabIe \g 2+ EG> . ' 


- ; NecrosisCVaris 




- ; Ihfe^fv^dlar: macrophages 


'? * 1 n tra-al vepfer macropba{ 




Specificity: High 1 : 


r '^'n.->'V <::- ■■ ; i:: v Specffici 


:- ■ >• '." ' •» J » , " ' v.'- S\ <»"■>. <,i 


4x / 20x ' 
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Immunogencity: Tumor(100% t 3+ Cyto) 


Immunogencity: Tur 




Fibrotic stroma(1+ Cyto) 


Fibrotic stror 




Necrosis(Variable to 3+ EC) 


Necrosis(Varis 




Specificity: High 


Specifici 




4x 20x 


4x 




SF0002975F 


SF00O 


Dgendty^Tumor(98% t Variable to 3±:< 


imrnuhogendiyvTum^ if";. 


1 1 mmunogen city:. Tumc 




. J : Mem,Variable.to 3.+ Cyto!' : ; 


Mem r Var1abli 


fptic stfbma(YaHable t"^ Gyto) ; 


. Fibrotic stf 6rna(Variable to ;t +. Gyto) . . 


• v; ^ :.• Rbroiic strpma(Vs 


irrrial l|ver {par<enqK^m9(^Q)|b>- ■! 




Normal Hver pare) 


^ecrbsisC/ariable .fe ^,(§^-^:^4>" : ^'r;;^ 




Necrosis(Vari£ 


••*;<:.' ' opeeiTieiiy. riign •. ■• 


v> * I*' ' : . -. ' ; > **pecin w.ty« nign y •. - • ; . . 




0$ 


V '.^ a • 1 ->. : <v : ' ■ • 20x ; ' :/ - : : - : ' " ; ;^ v - -f ' " : ^ 


4x * " . * 1 




' . y ' SF00029768 - . 






Norhial JiveV parenchyrna shows positive stainitig (1 +) ; i 






Immunogencity; Tumor(85%, Variable to 3+ 


Immunogencity; Tumc 




Mem.Variable to 3+ Cyto) 


Mem t Variabh 




Cellular stroma(1+ Cyto) 


Cellular stroi 




Normal muscle(Variable to 2+ Cyto) 


Normal muscle(Vs 




Specificity: High 


Specifici 




4x 20x 


4x 
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SF000 
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17 (0.2uq/mO 



C AB/G GR6798 (0 . 2 ii g/ mil 



CAB/GCR8886(0.196uq/i 



00% t Variable to 3+ Cyto) 
lls(Variab!e to 3+ Cyto) 
able to 2+ EC) 
ity: High 

20x 
'29757 



(0%i Variable : &ffl:Gy$)t 
ges (Variable to 2+ Gyt6) } 
{(s^ariable to 2+Cyto) ; 

: : 20xi 



2975G 



nor(100%, 2+ Cyto) 
ma(1+ Cyto) 
2lls(Variable to 1+ Cyto) 
ity: High 
20x 
'29780 



J5%, Variable to^Cyto) . 
ariable,t6.2t C>1o)/ ; - 
able to 2+ ©3) -'/V/ 
ges|(Vaf fabfe; to 2-f Cyto) 
ity: High - : - :'\ 

20x „ 
2978C ' ; ;v 



Tior(100%, 3+ Cyto) 
ma(1+ Cyto) 
able to 3+ EC) 
ity: High 

V9760 



etb3+;Cyto) ' / 
3riab!e;to i + Gytp> 
rMyma(2 : *r <^p) ; -ASV 
able:to : i*:|^y^X'vJ;/'; 

t29769'-: : :^w/ : 



Dr(85%, Variable to 3+ 
e to 3+ Cyto) 
ma(1+ Cyto) 
ariable to 2+ Cyto) 
ity: High 

20x 
'29784 



Immunogencity: Tumor(100%, Variable to 3+ Cyto) 
Mixed inflammatory cells(Variable to 1+ Cyto) 

Specificity: High 
4x 20x 

SF00029753 



. Intra-aiveblar macrpphages (Variable, to 2+vCytd) t 
■'i'X Mixed mfiammatory c^Usjyaiiable i 'to 2+Ctfoy 
Specificity: High 

> \ . \ £F00029759- 



Immunogencity: Tumor(1 00%, 2+ Cyto) 
Cellular stroma(1+ Cyto) 
Chronic inflammatory cel)s(Variable to 1+ Cyto) 

Specificity: High 
4x 20x 
SF0002977D 



■ i mm unog 5%; Variable tp 3+ ' Cyto); 1 

. - Cellular Strcma(Variable to 2 f Cyto) _ 

Necrosis(Variable to 2+ EC) 
. Intra-afveolar ma~crophages(Variable to -2+ Cyto) 
... - Specificity: High / . 

- 4x . - 20x . ; " - 

SF00029789 / 

MISS Ki Sffii 

Immunogencity: Tumor<100%, 3+ Cyto) 
Fibrotic stroma(1 + Cyto) 
Necrosis(Variable to 3+ EC) 
Specificity: High 
4x 20X 
SF0002975D 

Immunogencity; 'Tum©^ 

Fibrotic stroma Variable to 1+ Cyto) \ . 

/ -* | - ! ^ecrosisO/ariable to ;3+-EQ^ ' _ 

' _ " Specificity; High \ " : ^ 1 . - : - 
4X 20x 
7 SF00029765 ~ - 

Normal liver pafenchyma shows p^ 

Immunogencity: Tumor(95%, Variable to 3+ 
Mem, Variable to 3+ Cyto) 
Cellular stroma(1+ Cyto) 
Normal muscle(Variable to 2+ Cyto) 
Specificity: High 
4x 20X 
SF00029781 



Immunogencity: Tumoral 00%, Variable 
Mixed inflammatory cells(Variable to 

Specificity: High 
4x 20x 

SF00029754 



Immunogencity: Tumor : (i0%, Variable t 
-fntra-alyeojairmac^ 
Mixed inflammatory, cells(Van.abie tbj; 

' Specificity: High , -\ 
4X: 20x i 

SF0002975A : 



Immunogencity: Tumor(100%, 2+ 
Cellular stroma(1+ Cyto) 
Chronic inflammatory cells(VariabJe to 

Specificity: High 
4x 20x 
SF0002977E 



Irrim uhbgencity^Tum t 
Cellular StromaiVarjable to 2+ C 
v NecrosisfYariable to 2+ EC) 
Intra-alveolar macrophages(Variab(e fx 
' ' -Specificity: High * \ 
4x . , 20x 

SF0002978A 

Immunogencity: Tumoral 00%, 3+ 
Fibrotic stroma(1 + Cyto) 
Necrosis(VariabIe to 3+ EC) 
Specificity: High 
4x 20x 
SF0002975E 



Immunogencity: Tumo!r(95% , Varia^ 
. ; .. ; '■■ : 1 Mern,Variab)e to 3+- C^o) | 
- Fibrotic stroma(Variable to 1+ O 
:\ Normal liver parepchymad-^ Cy 
; >\i': . Necfosis(Variabie to 3^ Ecj 
/ Specificity: High • * ! 

~ SF00029766 
Nonriial liver; parenchym po^it jye s; 

Immunogencity: Tumor(95%, Variab 
. Mem .Variable to 3+ Cyto) 
Cellular stroma(1+ Cyto) 
Normal muscle(Variab!e to 2+ C 
Specificity: High 
4x 20x 
SF00029782 
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mil : 


No Antibodv control (PrechlutecfY 


to 3+ Cyto) 
1+ Cyto) 


Immunogencity: N/A 
Specificity: Unknown 
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